Related literature
For the biological applications of hydrazone compounds, see: Ajani et al. (2010) ; Avaji et al. (2009) ; Fan et al. (2010) ; Rasras et al. (2010) . For similar hydrazone compounds, see: Ahmad et al. (2010) ; Ban (2010) ; Ji & Lu (2010) ; Shalash et al. (2010) .
Experimental
Crystal data Refinement R[F 2 > 2(F 2 )] = 0.054 wR(F 2 ) = 0.137 S = 1.06 2952 reflections 204 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 0.21 e Å À3 Á min = À0.21 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
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Comment
Hydrazone compounds have received much attention due to their potential applications in biological chemistry (Ajani et al., 2010; Avaji et al., 2009; Fan et al., 2010; Rasras et al., 2010) . As a continuatio of our work on the hydrazone compounds, the new title hydrazone compound was prepared and structurally characterized.
The molecule of the title compound assumes an E configuration with respect to the methylidene unit ( Fig. 1 ). The dihedral angle between the best mean planes of the two benzene rings is 5.46 (15)°. An intramolecular O-H···O hydrogen bond is present in the molecule ( Table 1 ). The bond lengths are comparable to those observed in similar hydrazone compounds (Ahmad et al., 2010; Ban, 2010; Ji & Lu, 2010; Shalash et al., 2010) .
The crystal structure is stabilized by intermolecular O-H···O, O-H···N, and N-H···O hydrogen bonds (Table 1 and 
Experimental
An ethanol solution (50 ml) of 4-hydroxybenzohydrazide (0.01 mol) and 4-hydroxy-3-nitrobenzaldehyde (0.01 mol) was stirred at room temperature for 30 min to give a yellow solution. Yellow block-shaped single crystals, suitable for X-ray diffraction, were formed by slow evaporation of the solution in air.
Refinement
The amino H-atom, H1, was located from a difference Fourier map and refined with a N-H distance restraint to 0.90 (1) Å. The remaining H atoms were positioned geometrically and refined using the riding-model approximation: C-H = 0.93 Å, and O-H = 0.82 Å, with U iso (H) = 1.2U eq (parent C-atom) and 1.5U eq (parent O-atom). 
